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Figure 2 
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Xho I KOZAK 

5'... ATA GGC TAG C CTC GAG CCA CCA CCA TG CAT CAG ACC AGC ATG GG 

CATCAAGATGGAATCACAGACTCTGGTCTTCATATCCATACTGCTCTGGTTATAT6 

GAGCTGATGGGAACATTGTAATGACCCAATCTCCCAAATCCATGTCCATGTCAGTA 

GGAGAGAGGGTCACCTrGACCTGCAAGGCCAGTGAGAATGTGGTTACTTATGTTT 

CNTGGTATCAACAGAAACCAGAGCAGTCTCCTAAACTGCTGATATATGGGGCATC 

CAACCGGTACACTGGGGTCCCNGATCGCTTCACAGGCAGTGGATCTGCAACAGA 

TTTCACTCTGACCATCAGCAGTGTGCAGGCTGAAGACCTTGCAGATTATCACTGT 

GGACAGGGTTACAGCTATCCGTACACGTTCGGAGGGGGGACCAAGCTGGAAATA 

AAACGGGCTGATGCTGCACCAACTGTATCCATCTTCCCACCATCCAGTGAGCAGT 

TAACATCTGGAGGTGCCTCAGTCGTGTGCTTCTTQAACAACTTCTACCCCAAAGA 

CATCAATGTCAAGTGGAAGATTGATGGCAGTGAACGACAAAATGGCGTCCTGAAC 

AGTTGGACTGATCAGGACAGCAAAGACAGCACCTACAGCATGAGCAGCACCCTCA 

CGTTGACCAAGGACQAGTATGAACGACATAACAGCTATACCTGTGAGGCCACTCA 

CAAGACATCAACTTCACCCATTGTCAAGA 

Mlu I Bam HI 

GC TTC AAC AGG AAT GAG TGT TAG ACQ CGT GGA TCC GCC CCT CTC CCT 

CCCCCCCCCCTAACGTTACTQGCGGAAGGGGCTrGGAATAAGGCCGGTGTGCGT 

TTGTCTATATGTGATTTTCCACCATATTGCCGTCTnTGGCAATGTGAGGGCCCGG 

AAACCTGGCCCTGTCTTCTTGACGAGCATTCCTAGGGGTCTTTCCCCTCTCGCCA 

AAGGAATGCAAGGTCTGTTGAATGTCGTGAAGGAAQCAGTTCCTCTGGAAGCTTC 

TTGAAGACAAACAACGTCTGTAGCGACCCTTTGCAGGCAGCGGAACCCCCCACOT 

GGGGACAGGTGCCTCTGGGGCCAAAAGCCACGTGTATAAGATACACGTGCAAAG 

GCGGGAGAAGGGGAGTGCCACGTTGTGAGTTGGATAGTTGTGGAAAGAGTCAAAT 

GGCTCTCCTCAAGCGTATTCAACAAGGGGCTGAAGGATGCGCAGAAGGTACCGC 
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ATTGTATGGGATCTGATCTGGGGCCTCGGTGCACATGCTTTACATGTGTTTAGTC 
GAGGTTAAAAAAACGTCTAGGCCCCCCGAACCACGGGGACGT 

KOZAK Noo I 

G GTT TTC CTT TGA AAA ACA CGA TGA TAA TAT G GC CAC CAC CAT GG 

AATGGAGCAGAGTCTTTATCTTTCTCCTATCAGTAACTGCAGGTGTTCACTCCCAG 

GTCCAGTTGCAGCAGTCTGGAGCTGAGCTGGTAAGGCCTGGGACTTCAGTGAAG 

GTGTCCTGCAAGGCTTCTGGATACGCcfrCACTAATTACTTGATAGAGTGGGTAAA 

GCAGAGGCCTGGACAGGGCGTTGAGTQGATTQQGGTGATTAATCCTGGAAQTGG 

TGGTACTAACTACAATGAGAAGTTCAAGGGCAAGGCAACACTGACTGCAGACAAA 

TCCTGCAGCACTGCCTACATGCAGCTCAGCAGCCTGACATCTGATGAGTCTGGGG 

TCTATTTCTGTGGAAGAGATGGTGCCTGGTTTGCTTACTGGGGGCAAGGGACTCT 

GGTGAGTGTCTCTGCAGCCAAAACAACAGCGCCATCGGTCTATCCACTGGCCCCT 

GTGTGTGGAGATACAACTGGCTCCTCGGTGACTCTAGGATGCCTGGTCAAGGGTT 

ATTTCCCTGAGCCAGTGACCTTGACCTGGAACTCTGGATCCCTGTCCAGTGGTGT 

GCACACCTTCCCAGCTGTCCTGCAGTCTGACCTCTACACCCTCAGCAGCTCAGTG 

ACTGTAACCTCGAGCACCTGGCGCAGCCAGTCCATCAGCTGCAATGTGGCCCAC 

CCGGCAAGCAGCACCAAGGTGGACAAGAAAATTGAGCCCAGAGGGCCCACAATC 

AAGCCCTGTCCTCCATGCAAATGCCCAGCACCTAACCTCTTGGGTGGACCATCCG 

TCTTCATCrrCCCTCCAAAGATCAAGGATGTACTCATGATCTCCCTGAGCCCCATA 

GTCACATGTGTGGTGGTGGATGTGAGCGAGGATGACCCAGATGTCCAGATCAGC 

TGGTTTGTGAACAACGTGGAAGTACACACAGCTCAGACACAAACCCATAGAGAGG 

ATTACAACAGTACTCTCCGGGTGGTCAGTGCCCTCCCGATCCAGCACCAGGACTG 

GATGAGTGGCAAGGAGrrCAAATGCAAGGTCAACAACAAAGACCTCCCAGCGCC 

CATCGAGAGAACCATCTCAAAACCCAAAGGGTCAGTAAGAGCTCCACAGGTATAT 

GTCTTGCGTCGACGAGAAGAAGAGATGACTAAGAAACAGGTCACTCTGACCTGCA 

TGGTCACAGACTTCATGCGTGAAGACATTTACGTGGAGTGGAGGAACAACGGGAA 

AACAGAGCTAAACTACAAGAACAGTGAACCAGTCGTGGAGTCTGATGGTTCTTACT 
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TCATGTACAGCMGCTGAGAGTGGAAAAGAAGAACTGGGTGGAMGAAATAGCTA 
CTCCTGTTCAGTGGTCCACGAGGGTCTGCACAATCACCACACGACTAAGAGCTTC 
TC 

Sail 

C CGG ACT CCG GGT AAA TGA GTC GAG 

ACGCGTCGAGCATGCATCTAGGGCGGCCAATTCCGCCCCTCTCCCTCCCCCCCC 
CCTAACGTTACTGGCCGAAGCCGCTTGGAATAAGGCCGGTGTGCGTTTGTCTATA 
TGTGATTTTCCACCATATTGCCGTCrnTGGCAATGTGAGGGCCCGGAAACCTGG 
CCCTGTCTTCTTGACGAGCATTCCTAGGGGTCTTTCCCCTCTCGCCAAAGGAATG 
CAAGGTCTGTTGAATGTCGTGAAGGAAGCAGTTCCTCTGGAAGCTTCTTGAAGAC 
AAACAACGTCTGTAGCGACCCmrGCAGGCAGCGGAACCCCCCACCTGGCQACA 
GGTGCCTCTGCGGCCAAAAGCCACGTGTATAAGATACACCTGCAAAGGCGGGAC 
AACCCCAGTGGCACGTTGTGAGTTGGATAGTrGTGGAAAGAGTCAAATGGCTCTC 
CTCAAGCGTATTCAACAAGGGGCTGAAGQATGCCCAGAAGGTACCCCATTGTATG 
GGATCTGATCTGGGGCCTCGGTGCACATGCTTTACATGTGTTTAGTCGAGGTTAA 
AAAAAG 

Xbai 

GTCTAGGGGCCCCGAACGAGGGGGACGTGGTTTTCCTTTGAAAAACACGATGATA 
AGGTTGCCACAACCCGGQATCCTCTAQA 

CCAeCATGGTTCGACCATTGAACTGCATCGTCGCCGTGTCCCAAGATATGGGGAT 

TGGCAAGAACGGAGACCTACCCTGGCCTCCGCTCAGGAACGAGTTCAAGTACTT 

CCAAAQAATGACCACAACCTCTTCAGTGGAAGGTAAACAGAATCTGGTGATTATG 

GGTAGQAAAACCTGGTTCTCCATTCCTGAGAAGAATCGACCTTTAAAGGACAGAA 

TTAATATAGTTCTCAGTAGAGAACTCAAAGAACCAGCACGAGGAGCTGATTTTCTT 

GCCAAAAGTTTGGATGATGCCTTAAGACTTATTGAACAACCGGAATTGGCAAGTAA 

AQTAQACATGQnTGGATAGTCGQAGGCAGTTCTGnTACCAGQAAGCCATQAAT 

OAACCAGGCCAGCTCAGACTCnTGTGACAAGGATCATGCAGGAAnTGAAAGTG 
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ACACGTTTTTCCCAGAMTTGATTTGGGGAMTATAAACTTCTCCCAGAATACCCA 
GGCGTCCTCTCTGAGGTCCAGGAGGAAAAAGGCATCAAGTATAAGTTTGAAGT 

Not I 

CTACGAGAAGAAAGACTAAGCGGCCGC...3' (SEQ ID No1) 



Figure 3 
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Figure 4 



7/9 



HE 



IRES 



HE- 




Hypervar 



Hypervar 301 



Figure 5 
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MEWSRVFIFLLSVTAGVHSQVQLQQSGAELVRPGTSVKVSCKASGYAFTNYUEWVK 

QRPGQGLEWIGVINPGSGGTNYNEKFKGKATLTADKSSSTAYMQLSSLTSDDSAVYF 

CARDGPVVFAYWGQGTLVTVSAAKTTAPSWPLAPVCGDTrGSSVrLGCLVKGYFPE 

PmTWNSGSLSSGVHTFPAVLQSDLYTLSSSVTVTSSTVVPSQSITCNVAHPASSTKV 

DKKIEPRGPTlKPCPPCKCPAPNI-LGGPSVFIFPPKIKDVLMISLSPIVrCVWDVSEDD 

PDVQISWFVNNVEVHTAQTQTHREDYNSTLRWSALPIQHQDWMSGKEFKCKVNNK 

DLPAPIERTISKPKGSVRAPQVYVLPPPEEEMTKKQ\n*LTCMVTDFMPEDIYVEWTNN 

GKTELNYKNTEPVLDSDGSYFMYSKLRVEKKNWVERNSYSCSWHEGLHNHHTTKS 

FSRTPGK (SEQ ID No2) 

Figure 6 

MHQTSMGIKMESQTLVFISILLVVLYGADGNIVMTQSPKSMSMSVGERVTLTCKASENV 
VTYVSWYQQKPEQSPKLLIYGASNRYTGVPDRFTGSGSATDFTLTISSVQAEDLADYH 
CGQGYSYPYTFGGGTKLEIKRADAAPWSIFPPSSEQLTSGGASWCFLNNFYPKDIN 
VKWKIDGSERQNGVLNSWTDQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTS 
TSPIVKSFNRNEC (SEQ ID No3) 

Figure 7 

MHQTSMGIKMESQTLVFISILLWLYGADGNIVMTQSPKSMSMSVGERVTLTCKASENV 
VTYVSWYQQKFEQSPKLLIYGASNRYTGVPDRFTGSGSATDFTLTiSSVQAEDLADYH 
CGQGYSYPYTFGGGTKLEIRRADAAPTVSIFPPSSEQLTSGGASWCFLNNFYPKDIN 
VKWKlDGSERQNGVLNSWrDQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTS 
TSPIVKSFNRNEC (SEQ ID No4) 



Figure 8 
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MHQTSMGIIWESQTLVFISiaVVLYGADGNiVMTQSPRSMSMSVGERVTLTCRASEN 
V\mVSVVYQQRPEQSPRLLIYGASNRYTGVPDRFTGSGSATDFTLTJSSVC3AEDLAD 
YHCGQGYSYPYTFGGGTRLEJRRADAAPTVSIFPPSSEQLTSGGASWCFLNNFYPKD 
INVKWl<IDGSERQNGVLNSV\n'DQDSKDSTYSMSSTLTLTI<DEYERHNSYTCEA^ 
STSPIVKSFNRNEC (SEQ ID No5} 

Figure 9 
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